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DNA methylation presents distinct binding sites for human transcription factors 


DOI: 10.7554/eLife.00726 


Detailed protocol 


Assessment of CpG methylation status by bisulfite sequencing 


1. Purified genomic DNA or ChIP DNA from HI cells and treated by EZ DNA Methylation-Direct Kit (Zymo Research, Irvine, CA) for bisulfite conversion. 


3. PCR products were gel-purified and cloned into a TA vector (Life Technologies). 
4. Individual clones were Sanger sequenced and aligned with the reference sequence. 
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